Network types and their application in natural variation studies in plants.
We are in the age of data-driven biology. Not even a decade after the invention of high-throughput sequencing technologies, there are methods that accurately monitor DNA polymorphisms, transcription profiles, methylation states, transcription factor binding sites, chromatin compactness, nucleosome positions, dynamic histone marks, and so on. We are starting to generate comparable amounts of protein or metabolite data. A key issue is how are we going to make sense of all this information. Network analysis is the most promising method to integrate, query and display large amounts of data for human interpretation. This review shortly summarizes the basic types of networks, their properties and limitations. In addition, I introduce the application of networks to the study of the molecular mechanisms behind natural phenotypic variation.